ABSTRACT Here, we report the draft genome sequence of Saccharospirillum sp. strain MSK14-1, isolated from surface seawater collected at Aburatsubo Inlet in Japan. The genome sequence of strain MSK14-1 should contribute to our understanding of the characteristics of the genus Saccharospirillum.
S
accharospirillum sp. strain MSK14-1 was isolated from surface seawater collected near the pier of Misaki Marine Biological Station, University of Tokyo (35°09.5=N, 139°36.5=E; depth, 20 cm), at Aburatsubo Inlet, Misaki, Kanagawa Prefecture, Japan. To isolate this strain, aliquots of 100 L of seawater sample were inoculated onto a 1/10-strength ZoBell agar plate. After incubation, colonies were picked and reisolated onto a 1/2-strength ZoBell agar plate. The genomic DNA sample was extracted using phenol-chloroform and ethanol precipitation (1) . The KAPA HyperPlus kit (for Illumina) (Kapa Biosystems) was used for library preparation, and paired-end sequences (300 bp of each end) were obtained on the MiSeq instrument with MiSeq reagent kit version 3 (Illumina). MiSeq reads were assembled using Platanus version 1.2.4 (2). The genome was annotated using the Prokaryotic Genome Annotation Pipeline (PGAP) at NCBI (3) and reviewed with the Rapid Annotations using Subsystems Technology (RAST) version 2.0 (http://rast.nmpdr.org). The 16S rRNA gene sequence taxonomic identification using EzTaxon (4) confirmed that strain MSK14-1 is most closely related to Saccharospirillum correiae CECT 9131 T (97.58% identity). Cells of the genus Saccharospirillum are obligately aerobic, microaerophilic, or facultatively anaerobic heterotrophs. Motility and presence of flagella are species dependent (5). The genome sequence of Saccharospirillum sp. strain MSK14-1 consists of 39 scaffolds (3,751,839 bp in total; N 50 , 1,025,043 bp) with median read coverages of 67.0ϫ. The estimated genome size (3.75 Mbp) of strain MSK14-1 was smaller than that of the draft genome sequence of Saccharospirillum impatiens CECT 5721 T (4.74 Mbp) available in GenBank. The GϩC content (55.4%) of strain MSK14-1 was the same as that of strain CECT 5721 T . For strain MSK14-1, the PGAP identified 3,550 genes, including 3,487 protein-coding sequences (CDSs), 46 tRNAs, 3 noncoding RNA genes, and 35 pseudogenes. The RAST annotation identified 3,471 CDSs.
The results of the genome annotation showed that strain MSK14-1 has more iron acquisition (such as siderophores) and metabolism-related genes than strain CECT 5721 T , which was isolated from the aerobic zone of a hypersaline lake (6) . Siderophores are high-affinity iron-chelating agents produced by bacteria and fungi growing under low-iron stress. The role of siderophores is to acquire ferric ion as a nutrient (7). In addition, iron chelator utilization protein genes in the category of membrane transport
